230
Their manual analysis consolidates that of the edge preserving approach (see Fig. 4 ).
231
Inspection of the bleaching steps reveals a single step corresponding to a monomer of V- 
291
(see Supplementary Table S1 ). The V-PspF from MG1655 V-PspF, the PCR based 
299
ΔpspA strain (Supplementary Fig. S1D ). The V-PspA fusion was constructed by cloning the 300 (linker: ggt ggt ggt ggt tct ggt ggt tct gag ttc)-pspA DNA EcoRI-XbaI fragment into Venus 301 expressing plasmid pCS2 and then excising the Venus stop codon and EcoRi site using site 302 specific mutagenesis, creating pCG65 (Supplementary Table S1 ). The P pspA -venus-pspA coli genomic DNA and 1. 
338
Microscopy and data analysis. The diffusion analysis was performed as previously 339 described 37 using Matlab (Mathwork) scripts based on the algorithm by Crocker and Grier
38
.
340
The analysis of dynamics of imaged foci is based on localising the particles (between 200-341 1000 foci tracks) with sub-pixel accuracy, joining the localisations to tracks and calculating the mean square displacement (MSD) for different time lags (Supplementary Fig. S8 ). The diffusion coefficient for each track is calculated as 1/4th of the slope of the MSD curve.
We followed the method described previously 25 
361
Only one pass of the filter was applied to the data.
362
Pairwise Difference Distribution Function
363
The pairwise difference distribution function (PDDF) 53,54 for each filtered bleaching trace was 364 calculated as follows. For every data point, its value is subtracted from all data points that 365 follow. For a signal having n data points, the total number of pairwise differences will be 366 equal to n(n − 1)/2. Subsequently the distribution of these pairwise differences can be 367 calculated using a user-defined number of bins, in this case 2000. The PDDF is then 368 normalised by dividing each bin count with the total number of pairwise differences to give 369 the percentage of the total number of pairwise differences in each bin. The power spectrum 370 of the PDDF was then calculated by fast Fourier transform using the Hanning window.
371
Photobleaching of individual V-PspF foci from non-stressed and stressed cells was also 372 determined using manual counting methods ( Supplementary Fig. S9A ). The numbers of 373 bleaching steps were counted manually (blinking of the Venus fluorescence was taken into 374 account) ( Supplementary Fig. S9B ) and the distribution data were confirmed by calculating 375 the average step size from the data to estimate stoichiometry ( Supplementary Fig. S9C ). The data was collected for foci using edge preserving algorithm (see Fig. 4 ) and manual counting 
